The number of culture-independent indoor microbiome study has increased 20 remarkably in recent years, but microbial composition among different sampling 21 strategies remains poorly characterized and their impact to downstream microbiome 22 analysis is also not clear. In this study, we reported a case study of microbial 23 composition of floor and air dust in 87 dormitory rooms of Shanxi University, China. 24 Floor and air dust were collected by vacuum cleaner and petri-dish, respectively, and 25 the bacterial composition was characterized by 16S rRNA sequencing. The 26 composition of floor and air dust differed significantly (R 2 = 0.65, p < 0.001, Adonis), 27 and Pseudomonas dominated in floor dust (75.1%) but was less common in air dust
results need to be interpreted with caution in microbiome studies, and it may be Introduction For the air dust, Proteobacteria accounted for 56.2% of all bacteria, followed by 133 Firmicutes (21.5%), Actinobacteria (9.0%), Deinococcus-Thermus (6.0%), 134 Fusobacteria (3.9%) and Bacteroidetes (2.0%, Figure 1A and Table S3 ). At the genus 135 level, Pseudomonas was not as dominant in the air dust as in floor dust and only 136 accounted for 1.9% of total bacteria ( Figure 1B and Table S4 ). The top genera were 137 Ralstonia (15.6%) and Pelomonas (11.3%), followed by Anoxybacillus (9.3%), 138 Cupriavidus (7.3%), Ochrobactrum (6.2%), Geobacillus (5.7%), Deinococcus (4.6%), 139 Leptotrichia (3.4%), Bacillus (2.7%) and Acinetobacter (2.3%). The microbial 140 compositions were generally similar in all air dust except in two rooms of building 141 No.1, which had more than 80% of Bacillus ( Figure S3 ). 142 The differences in microbial compositions between floor and air dust were also 143 confirmed by the quantitative test such as principle coordinate analysis (PCoA) and 144 Adonis. Samples from the two sampling methods were separated along axis 1, and the 145 axis dominantly explained 63.4% of total variation in the dataset ( Figure 1C ). The two 146 floor dust samples from building No.9 were compositionally similar to the air dust. 147 Adonis test showed similar result that sampling type explained 65% of total variance 148 in the dataset (p < 0.001), whereas other environmental factors, such as building age 149 and location, sex of occupants, wall surface type and cleaning frequency, were not 150 significantly associated with total microbial variation (p > 0.05). We conducted richness analysis based on 20 repeated rarefaction analyses on 155 even depth of 11,000 sequences for all sample. indicates the query microbiome is very "novel" and a high novelty score will be given 175 to the query microbiome. We searched the floor and air dust samples in the MSE (Table S6 ). The high similarity between dormitory floor dust and 181 mosquito tissue microbiome was due to the high percentage of Pseudomonas in both 182 sample types (Table S5 ). In addition, due to the high similarity between floor dust and 183 mosquito microbiome, the novelty scores of the floor dust samples were significantly 184 lower compared with the air dust samples (p < 0.001). In this study, we conducted amplicon sequencing of 16S rRNA for floor dust and overall picture of indoor microbiome composition from different sampling strategies. 228 We found significant higher microbial richness in air dust compared with floor 229 dust in dormitories, and argue that the phenomenon is more likely due to technical 230 artefact rather than biological fact. Intuitively, it is hard to imagine that the diversity Raw sequences were extracted according to the barcode information and filtered with 332 following criteria: minimum reads sequence length > 150 bp, average Phred score > 333 20, contained no ambiguous bases and no mononucleotide repeats that > 8 bp [33] . 
